ABSTRACT Mycobacterium parafortuitum is a rapidly growing nontuberculous mycobacterium, initially isolated from soil in Japan. The 6,175,772-bp draft genome sequence of M. parafortuitum strain P7335 exhibits a GϩC content of 68.4%, 5,783 protein-coding genes, and 66 predicted RNA genes, including 59 tRNA genes, 6 rRNA operons, and 1 transfer-messenger RNA.
species of the M. parafortuitum complex. These in silico genomic data agree with previously published experimental data (13) , confirming the inconsistency of the so-called M. parafortuitum complex. As a consequence, the taxonomic positions of M. aurum, M. neoaurum, and M. diernhoferi need to be reevaluated.
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